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Fig. 1 PFGE profiles (Ascl-Apal) of the strains closely related to the Finnish outbreak profile
to investigate the presence Of this straln (highlighted in red), Belgian isolate with indistinguishable profile from the Finnish outbreak
_ strain (highlighted in yellow).
In other European Member States.
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Using the Belgian molecular database, one L. monocytogenes IVb strain was found isolated in 2016 from raw
milk butter with a Pulsed Field Gel Electrophoresis (PFGE) profile indistinguishable from the Finnish out-
break strain (fig. 1).

The United Kingdom reported two cases of listeriosis caused by L. monocytogenes ST6.
However, the PFGE profiles of these strains were not identical to the Finnish outbreak
strain. Moreover, a number of non-human L. monocytogenes ST6 isolates from
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frozen vegetables, such as corn, were reported with a different PFGE profile. ‘\3\\!6 " Gs
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Solely based on PFGE-analyses the Belgian isolate from S \|"°g

raw milk butter belongs to the international out-

break cluster.

Whole Genome Analyses (WGS)-analyses showed that
the Belgian isolate form raw milk butter possesses 22 core-ge-
nome multi-locus sequence type (cgMLST) allelic differences from
the Finnish outbreak strain. As the European outbreak case definition is
set at = 7 cgMLST allelic differences this Belgian isolate can be excluded from
the International outbreak cluster. WWhereas both listeriosis cases reported by the
UK and the non-human isolates from frozen vegetables did belong to the outbreak clus-
ter based on WGS-analyses. Corn was identified as a common food item in these non-human
iIsolates. A trace-back investigation identified a Hungarian company that either directly or indirectly
delivered corn to companies in all implicated countries, including Belgium.
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“Lessons learned”

PFGE clearly lacks the discriminatory capacity
and phylogenetic basis of the sequencing-based
subtyping methods. Thus its conclusions may be

T dss, misleading as shown In the present case.
e N Moreover the incongruence between the human

surveillance system for L. monocytogenes based
% on WGS and the non-human system based on
PFGE will continue to be a major bottleneck in
any future foodborne outbreak Investigation.
Lm_4_BE_Har Therefore, the implementation of WGS for routine
preventive L. monocytogenes surveillance for
both human and non-human isolates should be

considered.
Fig. 2 Minimum Spanning Tree based on the cgMLST of the strains closely related to the
Finnish outbreak strain (red node), Belgian isolate with indistinguishable PFGE-profile from ACKNOWLEDGEMENTS
the Finnish outbreak strain (yellow node), the number of allelic differences is indicated by A,
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